Introduction
than tropical rainforests (Dirzo & Raven, 2003) , which are declining primarily due to agricultural P a n -t
Composition
bacteria, which comprise a majority of global biodiversity and which mediate most 1 4 1 biogeochemical cycles (Hug et al., 2016; Madsen, 2011) . By conducting a meta-analysis, we The increase in bacterial alpha diversity following conversion to agriculture differs sharply with commonly reported decreases in the diversity of plants (Ibrahim et al., 2003) ,
animals (Bierregaard, 2001; Brook, Sodhl, & Ng, 2003; Gardner et al., 2009 ) and fungi (Cai,
Zhang, Yang, & Wang, 2018; Kerfahi, Tripathi, Dong, Go, & Adams, 2016; Lan et al., 2017; 1 4 9 McGuire et al., 2015; Mueller et al., 2014) . This difference may result from ecological Lauber, Hamady, Knight, & Fierer, 2009) . Aboveground productivity could also drive this trend.
5 5
Agricultural management often promotes high productivity, which could increase soil labile
carbon, driving increased bacterial diversity (Dias-Filho, Davidson, & Carvalho, 2001) .
Alternatively, the apparent increase in bacterial diversity could be an artifact of sampling. use change should be investigated further to determine if this results from legitimate ecological 1 6 7 differences or differences due to experimental design. 
Composition
The commonality of community composition responses at the phylum level is striking commonly associated with numerous changes to environmental factors (e.g. pH, P, K etc.) and
biotic factors (mixing of species, introduction of new species, altered dispersal barriers, etc.).
7 3
The response of an organism to these changes could depend on traits such as pH tolerance, life history strategies, stress tolerance, or dispersal ability. While the response to land use change is
not a direct measurement of a particular trait, it could be thought of as the encapsulation of many individual traits, similar to a polygenetic phenotype. Because traits, especially complex traits, of traits should be conserved. We indeed find such conservation here, with consistent declines in
Acidobacteria and Proteobacteria, and increases in Actinobacteria, Firmicutes and Chloroflexi. composition has also been reported to affect ecosystem function (Panke-Buisse, Poole, Goodrich, & Kao-Kniffin, 2014; Swenson, Arendt, & Wilson, 2000; Swenson, Wilson, & Elias, 2000) . to consider the ramifications such changes will have on belowground soil communities and the 2 3 7 ecosystem processes they mediate. consistent changes in the diversity and composition of belowground bacterial communities.
4 6
These consistent responses suggest that, while there is great diversity in agricultural practices undergoing dramatic and rapid reductions, it is important to consider the ramifications such 2 5 0 changes will have on belowground soil communities and the ecosystem processes they mediate. represented by a single dot. Confidence interval (95%) of the response ratio. . (2015) . Soil-Borne Microbiome: Linking Diversity to Function. Microbial Ecology,
